Campylobacter spp. are recovered from a wide variety of sources, including birds, livestock, shellfish, and human clinical samples. We present here the complete genomic data for the type strains of Campylobacter fetus subsp. venerealis, Campylobacter lari subsp. concheus, Campylobacter sputorum bv. sputorum, and Campylobacter volucris.
bases in these contigs were at the contig ends. Therefore, contig circularization removed these low-quality bases; all contigs were circularized manually with Geneious Prime v2019.1.3 (Biomatters Ltd., Auckland, New Zealand). Base calling was further improved by mapping the quality-trimmed MiSeq reads onto the circularized PacBio contigs within Geneious Prime. Using the Geneious "find variations/SNPs" module with a default minimum variation of 0.3, variations in each genome were identified and corrected to the MiSeq consensus sequence. The final coverages ranged from 280 to 1,233ϫ. The genomic data are presented in Table 1 . Protein-, rRNA-, and tRNA-encoding genes were identified using GeneMark, RNAmmer, and ARAGORN (13) (14) (15) , respectively, and annotated as described previously (16) . The genome sizes, GϩC content values, and gene contents of these four strains are similar to those reported for other strains of the same taxa (7, 9, 12) . With these genome sequences, genomic data are now available for type strains representing all current taxa in the genus Campylobacter.
Data availability. The complete genome sequences of the four Campylobacter type strains have been deposited in GenBank, and all MiSeq and PacBio sequencing reads have been deposited in the NCBI Sequence Read Archive (SRA). The accession numbers are provided in Table 1 .
